Introduction
Family Capparaceae comprises 39 genera and 650 species distributed through warm regions (Boulos 2009). The following popper user interface control may not be accessible. The genus Capparis comprises 250 species including shrubs, trees and woody clmbers. This genus is represented in Egypt by six species (Täckholm V 1974). Discords recommended the use of the leaves and roots of Capparis spinosa L. to reduce swelling and calm the pain of teeth (Gunther 1959). In the Arabian folk medicine, several Capparis sp. have many uses. The total herb of Capparis cartilaginea Decne. is used for bruises, childbirth, earache, headache, paralysis, snakebite and swelling. Also the fruits of Capparis decidua (Forssk.) Edgew are used to relieve difficult breathing as a laxative, anthelimintic and for nervous disorders. Furthermore, the leaves of Capparis spinosa are used for treating earache, coughs, expelling stomach worms and for diabetes (Shahina 1994 ). Capparis spinosa is a wild and cultivated bush which grows mainly in the Mediterranean countries. Caper shrubs are generally well adapted to dry areas receiving less than 200 mm rainfall annually, as most economically important commercial crops cannot be grown under such conditions with-out irrigation, therefore caper shrubs are good candidates for cultivation Molecular markers have been used to determine to be useful for the diversity assessment in a number of wild plant species (waugh and powell, 1992). These markers, based on the polymerase chain reaction (PCR) technique, are the most commonly used for these purposes, several different PCR-based techniques have been developed during the last decade, each with specific advantages and disadvantages. The first example randomly amplified polymorphic DNA (RAPD) markers technique is quick, easy and requires no prior sequence information, which detects nucleotide sequence polymorphisms using a single primer of arbitary nucleotide sequence (Williams et al., 1993 and Abdel-Mawgood et al., 2006). The second example technique is Inter-simple sequence repeat (ISSR) markers which permit detection of polymorphisms in inter-microsatellite loci, using a primer designed from dinucleotide or trinucleotide simple sequence repeats. ISSR amplifies inter-microsatellite sequences at multiple loci throughout the genome (Li and Xia, 2005) In the current study the isolation and identification of Molecular genetic markers and biochemical fingerprint between two Capparis sp. and studding the diversity to determine the percentage of genetic similarity of them.
III. Results And Discussion
Markers associated biochemical fingerprint based on SDS-PAGE Total proteins bands were illustrated in Figure (1, A and B) . It gave proteins products from seeds and leaves of the two types of C. cartilaginea with five plants replications and C. spinosa with three plants replications. The proteins products with molecular sizes ranged from 12 to 70 kDa in seeds while, molecular sizes ranged from 2 to 95 kDa in leaves. The positive common bands were 70, 35, 22 and 18 kDa in seeds but in leaves there were 35 and 25 kDa. The bands 30, 25 and 12 were positive unique bands, which found in C. cartilaginea and were the same negative bands were found in C. spinosa. The band 45 kDa was the positive unique band, which was found in C. spinosa and was the same negative unique band, which found in C. cartilaginea in seeds. On the other hand, in leaves the bands75, 58, 15 and 5 kDa were positive unique bands, which was found only in C. cartilaginea and were the same negative bands, which found in C. spinosa. The bands 95, 85, 65, 40, 30, 10 and 2 kDa were the positive unique bands, which were found in C. spinosa and were the same negative unique bands, which found in C. cartilaginea.
Cluster analysis of Capparis species based on SDS-PAGE
SDS-PAGE based on coefficients of genetic similarity among the ten DNA samples represented ( Table  3 ). The strongest relationship scored between genotypes C.cartilaginea (3) and C.Cartilaginea (4) about 95% while genotypes C. cartilaginea (1) and C .spinosa (8) (2) . Results of this phylogenetic dendrogram indicated two clusters, the first one included all genotypes of C. spinosa (samples 8, 10, 6 and 7), while the second cluster included all genotypes of C. cartilagenea (samples 5, 9, 1, 3, 4 and 2).
In general the SDS-PAGE was efficient in discriminating among the two Capparis sp. under investigation also it was helpful in characterization of genotypes within the same species.
Markers associated molecular genetic fingerprints RAPD analysis
The RAPD analysis was carried out using decamer primers of different series of OPERON Technologies ® for DNA amplifications through PCR, out of which only 16 primers responded to all the accessions of Capparis sp. under investigation based DNA analysis of eight plants as five replications plants from C. cartilaginea and three plants from C. spinosa. All primers used in the present study resulted in the appearance of PCR products with varied band numbers as shown in (Figure 3 and Table 4 ). A total of 188 DNA bands were detected across the sixteen random primers, 172 of them were polymorphic (about 91%), (Table 4) . Primers OP-A20, OP-O01 and OP-Z09 yielded the highest (100%) polymorphism across the studied genotypes and primer OP-O13 was lowest 80% polymorphism The differences in number of amplified fragments and percent polymorphic fragments between C. cartilaginea and C. spinosa species is due to the difference in number of plants (Table 4 ).
Capparis sp. positive specific markers based on RAPD-PCR
The specific markers for two Capparis sp. generated (between and within) based on RAPD-PCR analysis are shown in (Tables 5). As high as total 42 positive (11 RAPD-PCR positive markers in C.cartilaginea and 31 in C. spinosa) out of the 188 bands (about 22%) were found to be useful as species -specific markers, which present in all genotypes for the one species and absent in all genotypes for other species. The results of the present study revealed that the polymorphism detected by the RAPD assay (91%) was higher than the polymorphism detected by ISSR assay (89%).
ISSR fingerprinting
ISSR analysis were performed on the eight DNA samples representing the two studied species using eight ISSR primers composed of short tandom repeat sequences with or without anchor. (Figure 4 and Table 6 ) illustrating the ISSR of the two Capparis sp.. A total of 76 amplicons were generated by the tested primers. ISSR primers HB08 and 814 exhibited the height number of fragments (15 and 11 amplicons, respectively). While the lowest amplicon numbers were scored by primers 844A with 5 amplicons.
The total number of polymorphic bands was 78 with an average of 8.5 polymorphic amplicons / primer. This represents a level of polymorphism about of 89% (Table 6 ). The number of polymorphic markers varied among the different primers. Primers 17898A and HB15 generated 9 polymorphic bands for each with 100% polymorphism. While primers 814 and HB10 showed low level of polymorphism (81 and 80%, respectively).
Capparis species-positive specific markers based on ISSR-PCR:
The specific markers for two Capparis sp. generated (between and within) based on ISSR-PCR analysis are shown in (Table 7) . As high as 19 ISSR-PCR positive markers out of the 76 bands (about 25%) were found to be useful as species-positive specific markers, which presented in all genotypes for one species and absent in all genotypes for the other species. The largest number of ISSR-PCR species-specific markers was generated by primer HB10 (6 markers) followed by primers 814 and HB15 (3 markers for each,). On the other hand, the least number of ISSR-PCR species-positive specific markers was generated by primers 17898A and HB9 (one marker).
The ISSR technology is sensitive to considerable levels of genetic variation, providing a very useful molecular tool for studying population genetics on a wide range of plant species, as well as for identifying species, cultivars, or population of the same species (Wang et al., 2009) . ISSR analysis is a PCR-based method with advantages of low-cost and high-efficiency as compared with other DNA genotyping techniques. The results indicated that ISSR markers have been successfully utilized for assessing the genetic diversity and revealed a remarkable molecular discrimination between the two Capparis sp. under study. 
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Combined cluster analysis of Capparis species based on RAPD and ISSR-PCR:
Phylogenetic relationship was generated using RAPD and ISSR markers. The similarity matrix was tabulated in Table ( 8) and the phylogenetic dendrogram was illustrated in Figure (5) . The analysis revealed that the strongest relationship (95%) was between two pairs of genotypes (C.cartiliginea 2 & C. cartiliginea 3), while genotypes C. cartiliginea (3) and C. spinosa (8) were shown to be medium in genetic relation (76%). The dendrogram tree among the Capparis genotypes for polymorphisms detected according to RAPD and ISSR is shown in Figure (5) . Results of this phylogenetic dendrogram indicated two clusters, the first one included C. cartilaginea genotypes (2, 3 and 1), while the second cluster included genotypes of C. cartilaginea and C. spinosa species (6, 7, 4, 5 and 8), which was divided into two sub cluster, the first one contained two C. spinosa genotypes (6 and 7), while the other sub cluster contain tow C. cartilaginea (4 and 5). Generally, the results RAPD and ISSR PCR techniques have a sufficient value in determining Capparis species/genotype-specific markers and Capparis taxonomy. Considering the data mentioned before as a molecular fingerprinting for the eight studied of Capparis genotypes, it could be concluded that the employment of RAPD and ISSR banding patterns variation as tools for the detection of similarities and dissimilarities of the studied Capparis genotypes are inconsiderable useful tools. The same conclusion was obtained by several authors (EL-Fiky et al., 2002) .
IV. Conclusion
As a conclusion, the current results confirm C. cartilaginea and C. spinosa, wild and cultivated populations differ from each other because wild populations usually originate from composites with higher genetic variability and, most of the time, it is difficult to allocate wild composites to well-defined heterotic groups by phenotypic evaluation. Due to this uniqueness, molecular markers have been very useful in genetic evaluations and assignment of Capparis plants to heterotic groups. Discussion Similar levels of genetic distance estimates were obtained using the RAPD and ISSR markers.
Comparison of the genetic distances generated by different molecular markers in diversity studies have been reported by several authors (Duarte et al., 1999 and Zoghlami et al., 2001 ) compared different molecular markers to assess the genetic similarities between wild species and found great differences in the RAPD similarity clustering pattern. The results obtained in our study showed high agreement between RAPD and ISSR genetic distance estimates, such estimates having also been highly correlated in other studies (Gilbert et al., 1999 and Alexander, 2002). Indeed, we found that the RAPD and ISSR markers produced sufficient numbers of polymorphic bands to produce reliable genetic distance estimates with high correlations between these two marker systems, the similarity between the results being explainable by the fact that they are similar techniques based on complementary sequence changes. Our results indicate that, apart from the RAPD markers, the other DNA marker systems provided consistent information for diversity studies on medicinal plant populations and produced genetic distance estimates which were in good agreement. The ISSR system appears to be the most robust marker assay in terms of the amount of polymorphism surveyed, although, in practice, it is still a very laborious technique. The ISSR markers were promising in terms of the polymorphism and information content revealed, but may involve some additional initial costs associated with primer development. Our results suggest that RAPD markers are the best choice for the evaluation of diversity and assessing the genetic relationships between two Capparis sp. with high accuracy. RAPD also correlates highly with results obtained using the ISSR system and is a fast and reliable system capable of supporting a multiplex approach not requiring previous knowledge of DNA sequencing. The conservation of wild plants as genetic resources requires an understanding the ways of genetic diversity maintained in their population. Gene conservation strategies of this species should be designed using in part the information obtained from this study. The fingerprints were useful not only for investigation genetic variability but also for further characterizing the wild Capparis sp. by detecting inter and intra-specific polymorphism constructing dendrogram defining the phylogenetic relationships among these species and identifying molecular markers for the construction of genetic linkage maps. Furthermore, unique markers distinguished particular species were successfully identified indicating the PCR based techniques can have great relevance for taxonomic studies. Conservationist may use the information of the present study to make effective decisions regarding the global protection and management of Capparis sp. 
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